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-■220:* 
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-4 00,^ 1 
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^:2I0> 2 
<2II> 3 9 
•:2I2> L'NA 

-:2I3> Artificial Sequence 
' ' 2 20> 

• :2^:'> E'escription of Artificial Sequence : tai 1 for 

reverse primer for yeast two-hybrid system 

• : 4 ' 1 f"i . ■ 

■^..-aqccaqtc gcqtggagtq ttatqtcatq cggccgcta 39 

2 In,. 3 
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221- - CDS 

222- - {217} . . (1332) 



:4M0 ' 3 

Magaatttc cagcaggcaa ^qcagtggcc qctrtqsctg cttqcttcgg agatccgaga 60 

: Ta :; ggagaa gjcactctta trtaiicqacc ^aqaaajctc ctcccccgtc ctccgttagc 120 

aattaaaa:: atttttcagq gacgtagcca tccagagaca ttc^attatt gttccattga 180 

:ctttccctc atcactqagt cctttggagz; tqagtt atg tea aca get gcc tta 234 



Met Ser Thr Ala Ala Leu 
1 5 



att act ttg 
lie Tnr Leu 



eta age tec 
Leu Ser Ser 
25 

cac age tec 
His Ser Ser 
4 0 

agt ggg agt 
Ser Gly Ser 
5 5 

azz gat gag 
lie Asp Glu 



art eee aaa 
lie Pro Lys 



aaa egg aaa 

Lys Arg Lys 
105 

gag g-_c etg 

Glu Val Leu 
120 

get gat tre 

Ala Asp Phe 
135 

eet aag gag 

Pro Lys Glu 



at a gat aaa 
lie Asp Lys 



ett etg ace 

Leu Leu Thr 
185 

att gaa ctg 

lie Glu Leu 
200 

aga aaa gga 

Arg Lys Gly 
215 

aaa gat gaa 

Lys Asp Glu 



aat agt ttg 



gt-2 aga agt 

Val Arg Ser 
10 

ege ctg ctg 

Arg Leu Leu 



act tea gag 
Thr Ser Glu 



cea get ace 
Pro Ala Thr 
60 

cea att etg 
Pre. lie Leu 
75 

ate age ttg 
lie Ser Leu 
9 0 

gag aat gaa 
Glu Asn Glu 



tae rtt gea 
Tyr Phe Ala 



tgr cat ace 
Gys His Thr 
140 

aag aae ttg 
Lys Asn Leu 
155 

gee ttt teg 
Ala Phe Ser 
17 0 

tet ggg act 
Ser Gly Thr 



gtt gta gee 
Val Val Ala 



aaa c c e a t g 

Lys Pro Met 

22 0 

aaa gaa agg 

Lys Glu Arg 
235 

ggg eag c::t 



ggt ggg aac 
Gly Gly Asn 
15 

cag gae gae 
Gin Asp Asp 
3 0 

ect agg tgt 
Pro Arg Gys 
4 5 

t-gg gae aat 
Trp Asp Asn 



ctg cea ece 
Leu Pro Pro 



gaa aat gtg 
Glu Asn Val 

95 

gat egg trt 
Asp Arg Phe 
110 

gZQ tat gat 
Val Tyr Asp 
125 

cac atg gag 
His Met Glu 



gaa act ctg 
Glu Thr Leu 



agt eat gee 
Ser His Ala 
175 

act gea aca 
Thr Ala Thr 
190 

agt gtt ggg 
Ser Val Gly 
205 

aag etg ace 
Lys Leu Thr 



ate aag aaa 
lie Lys Lys 



::ae gta aat 



eag gtg aga 
Gin Val Arg 



agg egg gtg 
Arg Arg Val 



rer egg ttt 
Ser Arg Phe 

5 0 

ttt ggg ate 
Phe Gly lie 
6 5 

age atr aag 
Ser lie Lys 

3 0 

ggg tgc gee 
Gly Gys Ala 



gae ttc get 
Asp Phe Ala 



gga cac ggt 

Gly His Gly 
130 

aaa tgt att 

Lys Gys lie 
14 5 

ttg ace ttg 

Leu Thr Leu 
160 

eg- zrg tet 

Arg Leu Ser 



gta g— eta 
Val Ala Leu 



gae age egg 

Asp Ser Arg 

2 10 

azz gae ::at 

lie Asp H is 

22 5 

tgt ggt ggt 

Gys Gly Gly 
2 4 0 

gge agg ctt 



agg aga gtg 
Arg Arg Val 

2 0 

aca ece acg 
Thr Pro Thr 
3 5 

gae cea gat 
Asp Pro Asp 



zgg gat aac 
Trp Asp Asn 



zaz gge aag 
Tyr Gly Lys 
8 5 

tea eag att 
Ser Gin lie 
10 0 

cag ctg aca 
Gin Leu Thr 
115 

gga eet gea 
Gly Pro Ala 



atg gat ttg 
Met Asp Leu 



get ttt eta 
Ala Phe Leu 
165 

get gat gea 
Ala Asp Ala 
180 

zzg ega gat 
Leu Arg Asp 
195 

get att ttg 
Ala lie Leu 



act cea gaa 
Thr Pro Glu 



ttt gta get 
Phe Val Ala 
245 

gea atg aca 



ctg 282 
Leu 



tgc 33 0 
Gys 



ggt 378 
Gly 



cgc 4 26 
Arg 
70 

cea 47 4 
Pro 



Gly 



gat 57 0 
Asp 



gea 618 
Ala 



ctt 666 

Leu 

150 

gaa 714 
Glu 



act 762 
Thr 



ggt 8 10 
Gly 



tgt 85 8 
Gys 



aga 90 6 

Arg 

230 

tgg 954 
Trp 



aga 1002 



Asn Ser Leu Gly Gin Pro His Val Asn Gly Arg Leu Ala Met Thr Arg 

250 255 260 

agt att gga gat ttg gac ctt aag acc agt ggt gzc ata gca gaa cct 1050 

Ser lie Gly Asp Leu Asp Leu Lys Tnr Ser Gly Val lie Ala Glu Pro 

265 270 275 

gaa act aag agg att aag tta cat cat get gat gac age ttc ctg gtc 1098 

Glu Thr Lys Arg lie Lys Leu His His Ala Asp Asp Ser Phe Leu Val 

28 0 285 2 90 

etc acc aca gat gga atr aac ttc atg gtg aat agt caa gag att tgt 114 6 

l^eu Thr Thr Asp Gly lie Asn Phe Met Val Asn Ser Gin Glu lie Cys 

295 300 305 310 

■jac ttt gtc aat cag tgc cat gat ccc aac gaa gca gcc cat gcg gtg 1194 

Asp Phe Val Asn Gin Gys His Asp Pro Asn Glu Ala Ala His Ala Val 

315 320 325 

act gaa cag gca ata cag tac ggt act gag gat aac agt act gca gta 1242 

Thr Glu (Sin Ala lie Gin Tyr Gly Thr Glu Asp Asn Ser Thr Ala Val 

330 335 340 

gta gtg cct ttt ggt gcc tgg gga aaa tat aag aac tct gaa ate aac 12 90 

V^l Val Pro Phe Gly Ala Trp Gly Lys Tyr Lys Asn Ser Glu lie Asn 

345 350 355 



ttc tea ttc age aga age ttt gcc tec agt gga ega tgg gcc 
Phe Ser Phe Ser Arg Ser Phe Ala Ser Ser Gly Arg Trp Ala 
360 365 370 



13: 



rgattaccag ctgggactta gagtttctgt geaaeagttt ttca^tgagc atgtcaagaa 1392 

a-rgataaga teaaaaaggt ctectaactc actagateag egeaeaagte agtgtaaacc 14 52 

a^ttagatag tagtttttte ataaatgcte atcatattta tgttecgetg tacatgttca 1512 

gtataaatat atgtgtagtg aagcta-tgt gagtetttaa atggaaagag caaatgagaa 1572 

gtggtttgga tacacttgat gagagatgag agtgteacat ^aataatttt taagactctt 1632 

aggcagetat gggnttettt tgatcatttt tgttetttat tcatttgaac acgtttttga 1692 

agttetteaa aaet:agtcag tttgaatttt gacagctatt caatatgtga tctccaagtt 1752 

*:aaaaaaart rtttteeaga etteectaat cetaaaatgc gagtttttat ttrtaataac 1H12 

tjtaccaagg aataajtatg aaaacagttc tetgttacca tattttgrat tctggaccac 1872 

ttactggtga aagcaaccat gcaaaagaaa ttaatttggc eaggeacagt ggctcatgcc 1932 

tgtaatccea aattgetggg attacagcac tgtgecctcc taggaaatta ttttttaagt 1992 

gaaattttat ttttattttt tttaggattt tggtagagaa tgagtaggec tactcatcaa 2052 

tatcaaacag gaeatttagt ttctttccte agaacagaea taaatttaat ttcatggtaa 2112 

tatgataata agaaaatgct tetatttttc tttagcaret ecatggttct catataccca 2 172 

tgtetgtaaa aagtga^atg agaattttgr tgggttaeat tttattgtat ttattagatt 2232 

^;^ettataca gatga^ttag geagaaataa agteatgtct ttagaaggtg aacaagecaa 229.': 

ettgtgat^g cctgc::tttt gcttttggca gttgggatga gaacaattga ctetcceatt 2352 



ggttgttaga tagttgaaat ggtgcgttgg tggtcatact tagtgttcta ggctgtgaaa 2412 

tcatggagtt cttccacttc caagaatgac tcatttgctg ttggattcta gtacagaatt 2472 

tagcagc::tg atgtgtcccc aaactgattt aatttctact gaagtgccct tgtgtacatt 2532 

tgttttgtaa tttaccaaag tactacctga gtgtataatg artc^tgcag tgagttaatg 2592 

taatrgctgc tttgaccatt gttttaaatc tgtgtactag agtaactgtg agcagaatga 2652 

aatcacarta tctcagtgtt caaaatatca ttctaataaa gtacatgcat taaacaattt 2712 

laaaaaaaac aaaaaaaaaa aaaaaaaa 2740 



:210 
:211 
.:212 



> 4 
37 2 
PRT 



•:213> Homo sapiens 
•:400> 4 

Mot Ser Thr Ala Ala Leu lie Thr Leu Val Arg Ser Gly Gly Asn Gin 
15 10 15 

Val Arg Arg Arg Val Leu Leu Ser Ser Arg Leu Leu Gin Asp Asp Arg 

20 25 30 

Arg Val Thr Pro Thr Cys His Ser Ser Thr Ser Glu Pro Arg Cys Ser 
35 4 0 4 5 

Arg Phe Asp Pro Asp Gly Ser Gly Ser Pro Ala Thr Trp Asp Asn Phe 
50 55 60 

Gly He Trp Asp Asn Arg He Asp Glu Pro He Leu Leu Pro Pro Ser 
6 5 7 0 7 5 8 0 

lie Lys Tyr Gly Lys Pro He Pro Lys He Ser Leu Glu Asn Val Gly 

8 5 90 95 

C^ys Ala Ser Gin He Gly Lys Arg Lys Glu Asn Glu Asp Arg Phe Asp 
100 105 110 

Phe Ala Gin Leu Thr Asp Glu Val Leu Tyr Phe Ala Val Tyr Asp Gly 
115 120 125 

Hrs C^ly Gly Pro Ala Ala Ala Asp Phe Cys His Thr His Met Glu Lys 
130 135 140 

Cys He Met Asp' Leu Leu Pro Lys Glu Lys Asn Leu Glu Thr Leu Leu 
145 150 " 155 160 

Thr Leu Ala Phe Leu Glu He Asp Lys Ala Phe Ser Ser His Ala Arg 
165 170 175 

Lou Ser Ala Asp Ala Thr Leu Leu Thr Ser Gly Thr Thr Ala Thr Val 
180 185 190 

Ala Leu Leu Arg Asp i^ly He (^lu Leu Val Val A^a Ser Val Gly Asp 
195 2 00 20 5 

5'er Arg Ala He Leu Cys Arg Lys Gly Lys Pro Met Lys Leu Thr He 
210 215 220 



Asp His Thr Pro Glu Arg Lys Asp Glu Lys Glu Arg lie Lys Lys Cys 
225 230 235 240 

jly i^ly Phe Val Ala Trp Asn Ser Leu Gly Gin Pro His Val Asn Gly 
245 250 255 

Arg Leu Ala Met Thr Arq Ser lie Gly Asp- Leu Asp Leu Lys Thr Ser 
260 ^ 265 270 

Gly Val lie Ala Glu Pro Glu Thr Lys Arg lie Lys Leu His His Ala 
275 280 285 

Asp Asp Ser Phe Leu Val Leu Thr Thr Asp Gly lie Asn Phe Met Val 

290 295 300 

Asn Ser Gin Glu lie Cys Asp Phe Val Asn Gin Cys His Asp Pro Asn 
305 310 315 320 

Glu Ala Ala His Ala Val Thr Glu Gin Ala lie Gin Tyr Gly Thr Glu 
325 330 335 

Asp Asn Ser Thr Ala Val Val Val Pro Phe Gly Ala Trp Gly Lys Tyr 
340 345 350 

Lys Asn Ser Glu lie Asn Phe Ser Phe Ser Arg Ser Phe Ala Ser Ser 
355 360 365 



Gly Arg Trp Ala 

370 



